Primer Source. Primers were designed based on the bovine cDNA sequence for H-FABP (Billich et al., 1988) to amplify between nucleotides 66-676. The primer sequences were as follows: 5' primer,
5'-TACCTGGAAGTTAGTGGACAGC-3' and 3' primer:
Method of Detection. PCR conditions were .75 mM MgC1, 100 p M of each dNTP, . l p M of each primer, .42 units of Taq DNA polymerase and 50 to 100 ng of genomic DNA in a total volume of 12 pL. The first cycle of the PCR was 2 min at 95"C, 1 min a t %"C, and 2 min at 72"C, followed by 34 cycles of 1 min at 94"C, 1 min a t 55"C, and 1 min at 72°C and ending with a 9-min extension phase at 72°C. PCR product (10.55 pL) was digested with 2.5 units of RsaI at 37°C for 8 h. Digestion products were electrophoresed in a 4% agarose gel for 1 h at 73 V. The gel was stained for 30 min in ethidium bromide.
Description ofPoZymorphism. The PCR product was 612 bp, and digestion with RsaI revealed two alleles ( Figure 1 ). Allele frequencies are given in Table 1 .
Mendelian Inheritance. Departure from Mendelian inheritance was not detected in 158 animals from 11 informative full-sib families.
Chromosomal Location. Linkage analysis using the IBRP and the Cattle Genotypic Database determined that H-FABPL is on bovine chromosome 6.
Comments. The H-FABPL PCR product has been sequenced, and the locations of the RsaI restriction sites were confirmed. The PCR product showed 87% homology with the bovine H-FABP cDNA (Billich et al., 1988) . H-FABPL is either a unique gene closely related to H-FABP or is a pseudogene for H-FABP or bovine mammary derived growth inhibitor (MDGI).
5'-CTTGGCTCTGCTTTATTGACCT-3'. Amplification was attempted using genomic DNA from murine, ovine, and porcine with H-FABPL primers. Amplification was successful for ovine and murine DNA only.
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